The table below summarises the geometric issues observed across the polymeric chains and their t to the electron density. The red, orange, yellow and green segments on the lower bar indicate the fraction of residues that contain outliers for >=3, 2, 1 and 0 types of geometric quality criteria. A grey segment represents the fraction of residues that are not modelled. The numeric value for each fraction is indicated below the corresponding segment, with a dot representing fractions <=5% The upper red bar (where present) indicates the fraction of residues that have poor t to the electron density. The numeric value is given above the bar.
Mol Chain Length
Quality of chain In the tables below, the ZeroOcc column contains the number of atoms modelled with zero occupancy, the AltConf column contains the number of residues with at least one atom in alternate conformation and the Trace column contains the number of residues modelled with at most 2 atoms.
Molecule 1 is a protein called ALKALINE PHOSPHATASE. A  15  ASN  ASP  CONFLICT  UNP P00634  A  35  ASN  ASP  CONFLICT  UNP P00634  A  176  GLN  GLU  CONFLICT  UNP P00634  A  228  GLU  GLN  CONFLICT  UNP P00634  A  230  GLU  GLN  CONFLICT  UNP P00634  A  330  ASN  ASP  ENGINEERED UNP P00634  B  515  ASN  ASP  CONFLICT  UNP P00634  B  535  ASN  ASP  CONFLICT  UNP P00634  B  676  GLN  GLU  CONFLICT  UNP P00634  B  728  GLU  GLN  CONFLICT  UNP P00634  B  730  GLU  GLN  CONFLICT  UNP P00634  B  830  ASN  ASP  ENGINEERED UNP P00634 Molecule 2 is ZINC ION (three-letter code: ZN) (formula: Zn). Residues are color-coded according to the number of geometric quality criteria for which they contain at least one outlier: green = 0, yellow = 1, orange = 2 and red = 3 or more. A red dot above a residue indicates a poor t to the electron density (RSRZ > 2). Stretches of 2 or more consecutive residues without any outlier are shown as a green connector. Residues present in the sample, but not in the model, are shown in grey.
Mol Chain Residues

Mol Chain Residues Atoms ZeroOcc AltConf
• Molecule 1: ALKALINE PHOSPHATASE Chain A: •   R510  Q513  G514  N515  G521  A522  R523  Q529  L533  I545  L548  I549  G550  F571  F572  Q583  Y584  S602  T607  T611  G612  V613  Y616  A619  L620  G621  D628  E634  K637  N645  V646  A649  E650  L651   H662  V663  T674  S675  Q676  K677  C678  P679  A682  L683  E684  Q694  L695  L696  G718   •   L725  L736  N744  Q752  K753  L756  N763  R767  H776  G777  N778  I779  D780  K781  V784  N789  P790  N793  D794  S795  V796  L810 There are no chirality outliers.
There are no planarity outliers. The all-atom clashscore is dened as the number of clashes found per 1000 atoms (including hydrogen atoms). The all-atom clashscore for this structure is 8.
All (106) In the following table, the Percentiles column shows the percent Ramachandran outliers of the chain as a percentile score with respect to all X-ray entries followed by that with respect to entries of similar resolution.
The Analysed column shows the number of residues for which the backbone conformation was analysed, and the total number of residues.
Mol Chain Analysed Favoured Allowed Outliers Percentiles There are no Ramachandran outliers to report.
Protein sidechains i O
In the following table, the Percentiles column shows the percent sidechain outliers of the chain as a percentile score with respect to all X-ray entries followed by that with respect to entries of similar resolution.
The Analysed column shows the number of residues for which the sidechain conformation was analysed, and the total number of residues.
Mol Chain Analysed Rotameric Outliers Percentiles There are no bond angle outliers.
There are no chirality outliers.
There are no torsion outliers.
There are no ring outliers.
No monomer is involved in short contacts.
Other polymers i O
There are no such residues in this entry. There are no such residues in this entry.
